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IL17RLP Nucleotid and Amino Acid Sequence 



1 GCACGAGCGATGTCGCTCGTGCTGCTAAGCCTGGCCGCGCTGTGCAGGAGCGCCGTACCC 6 0 
1 MSLVLLSLAALCRSAVP 17 



6 1 CGAGAGCCGACCGTTCAATGTGGCTCTGAAACTGGGCC ATCTCCAGAGTGGATGCTACAA 120 
18 R E PTVQCGSETGPSPEWMLQ 37 



121 CATGATCTAATCCCCGGAGACTTGAGGGACCTCCGAGTAGAACCTGTTAC AACTAGTGTT 180 

38HDLIPGDLRDLRVEPVTTSV 57 

* ♦ . . * . 

181 GC AAC AGGGGACTATTC AATTTTGATGAATGTAAGCTGGGTACTCCGGGC AGATGCC AGC 240 

58ATGDYSILMN VSWVLRADAS 77 

Domain I 



241 ATCCGCTTGTTGAAGGCC ACCAAGATTTGTGTGACGGGC AAAAGC AACTTCC AGTCCTAC 300 
78 I R L L KATKICVTGKSNFQSY 97 
Domain I 



301 AGCTGTGTGAGGTGCAATTACACAGAGGCCTTCCAGACTCAGACCAGACCCTCTGGTGGT 360 
98SCVRCNYTEAFQTQTRPS G G 117 



361 AAATGGACATTTTCCTACATCGGCTTCCCTGTAGAGCTGAACACAGTCTATTTCATTGGG 420 
118 K W T F SYIGFPVELNTVYFIG 137 



421 GCCCATAATATTCCTAATGCAAATATGAATGAAGATGGCCCTTCCATGTCTGTGAATTTC 480 

138 AHNIPNANMNEDGPSMSVNF 157 

481 ACCTCACCAGGCTGCCTAGACCACATAATGAAATATAAAAAAAAGTGTGTCAAGGCCGGA 540 

158 TSPGCLDHIMKYKKK C V K A G 177 

Domain II 

* . * . * . 

541 AGCCTGTGGGATCCGAACATCACTGCTTGTAAGAAGAATGAGGAGACAGTAGAAGTGAAC 600 

178 SLWDPMIT ACKKNEETVEVN 197 
Domain II 

601 TTC AC AACC ACTCCCCTGGGAAAC AGATAC ATGGCTCTTATCC AAC AC AGC ACTATC ATC 660 

198 FTTTPLGNRYMALIQHSTI I 217 

* 

661 GGGTTTTCTCAGGTGTTTGAGCC AC ACC AGAAGAAACAAACGCGAGCTTC AGTGGTGATT 720 

218 G F S Q V F E P H O KKQTRASVVI 237 
Domain III 
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IL17RIiP Nucleotide and Amino Acid Sequence 



721 CCAGTGACTGGGGATAGTGAAGGTGCTACGGTGCAGCTGACTCCATATTTTCCTACTTGT 780 

238 PVTGDSEGATVQLTPYFPTC 257 

781 GGC AGCGACTGC ATCCGAC ATAAAGGAAC AGTTGTGCTCTGCCC ACAAAC AGGCGTCCCT 840 

258 G S DCIRHKGTV V L C P Q T G V P 277 
Domain IV Domain V 

* . 

841 TTCCCTCTGGATAAC AACAAAAGCAAGCCGGGAGGCTGGCTGCCTCTCCTCCTGCTGTCT 900 

278 FPL DNNKSKPGGWLPLLLLS 297 
Domain V 



901 CTGCTGGTGGCC AC ATGGGTGCTGGTGGCAGGGATCTATCTAATGTGGAGGCACGAAAGG 960 

298 LLVATWVLVAGIYLMWRHER 317 

* . 

961 ATCAAGAAGACTTCCTTTTCTACCACC ACACTACTGCCCCCCATTAAGGTTCTTGTGGTT 1020 

318 IKKTSFSTTTL LPPIKVLVV 337 

Domain VI 



1021 TACCCATCTGAAATATGTTTCCATCACACAATTTGTTACTTCACTGAATTTCTTCAAAAC 1080 
338 YPSEICFHHTICYFTEFLQN 357 
Domain VI 



1081 C ATTGC AGAAGTGAGGTC ATCCTTGAAAAGTGGC AGAAAAAGAAAATAGC AGAGATGGGT 1140 
358 H C R S E V I L E K W Q K K K I A E M G 377 
Domain VII Domain VIII 



1141 CCAGTGCAGTGGCTTGCCACTCAAAAGAAGGCAGCAGACAAAGTCGTCTTCCTTCTTTCC 1200 
378 PVQWLATQKKAADKVVFLLS 397 



1201 AATGACGTCAACAGTGTGTGCGATGGTACCTGTGGC AAGAGCGAGGGCAGTCCCAGTGAG 1260 
398 NDVNSVCDGTCGKSEGSPSE 417 



1261 AACTCTCAAGACTCTTCCCCTTGCCTTTAACCTTTTCTGCAGTGATCTAAGAAGCCAGAT 1320 
418 NSQ DSSPCL 426 



1321 TCATCTGCAC AAATACGTGGTGGTCTACTTTAGAGAGATTGATACAAAAGACGATT ACAA 1380 



1381 TGCTCTCAGTGTCTGCCCCAAGTACCACCTCATGAAGGATGCCACTGCTTTCTGTGCAGA 1440 



1441 ACTTCTCCATGTCAAGTAGC AGGTGTCAGC AGGAAAAAGATCACAAGCCTGCCACGATGG 1500 
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IL17RLP Nucleotide and Amino Acid Sequence 

1501 CTGCTGCTCCTTGTAGCCCACCCATGAGAAGCAAGWGACCTTAAAGGCTTCCTATCCCAC 1560 

1561 CAATTACAGGGAAAAAACGTGTGATGATCCTGAAGCTT ACTATGCAGCCTACAAACAGCC 1620 

1621 TTAGTAATTAAAAC ATTTTATACC AATAAAATTTTC AAATATTGCTAACT AATGTAGC AT 1680 

1681 TAACTAACGATTGGAAACTACATTTACAACTTCAAAGCTGTTTTATACATAGAAATCAAT 1740 

174 1 TACAGTTTTAATTGAAAACTATAACCATTTTGATAATGCAACAATAAAGCATCTTCAGCC 1800 
1801 AAAAAAAAAAAAAAAA 1816 

FIG. 1C 



4/5 

IL17RLP vs. imirin IL17R 

Percent Similarity: 49.879 Percent Identity: 28.571 

IL17RLP.aa 

X 

mIL17R.aa 

1 MSLVLLSLAALCRS.AVPRE. . .PTVQCGSE TGPSPEWMLQ 37 

16 LGWLLLLLmiJjAro 65 

38 HDLIPGDLRDLRVEPVTTSVATGDYSILMNVSWVLRADASIRLLKATKIC 87 

::: :: ..|.. h- : : : I • I • I • • I I I I .|.:..:: 
66 KNLTPSSPKNIYINLSVSSTQHGELVPVLHVEWTLQTDASILYLEGAELS 115 

88 VTGKSNFQSYSCVRCNYTEAFQTQTRPSGGKWTFSYIGFPVELNTVYFIG 137 

I . :.. ||: .: . :| : : :| ||: - I 

116 VLQLNTNERIi.CVKFQFLSMLQHHRK RWRFSFSHFWDPGQEYEVT 160 

138 AHNIPNANMNEIX3PSMSVNFTSPGCLDHIMKYKKKCVKAGSLWDPNITAC 187 

.|::|.: ::|. .| : hi I II • • • II • • I I I I I I I I I • 
161 VHHLPKPIPDGDPNHKSKIIFVPDCEDSKMKMTTSCVSSGSLWDPNITVE 210 

188 KKNEETVEVNFTTTPLGNRYMALIQ HSTIIGFSQVFEPHQKK . 229 

. :.: : |:|| :..| .|:: I I ♦ : • • • I : M : I - • 

211 TLDTQHLRVDFTLWNESTPYQVLLESFSDSENHSCFDWKQIFAPRQEEF 260 

230 QTRASWIPVTGD. .SEGATVQLTPYFPTCGSDCIRHKGTV. .VLCPQTG 275 

: IM.:.:. : Ih hi-. I -Ihll -11 .:---l- 

261 HQRANVTFTLSKFHWCCHHHVQVQPFFSSCLNDCLRHAVTVPCPVISNTT 310 

276 VPFPLDNNKSKPGGWLPLL LLSLLVATWVLVAGIYLMWRHERIK 319 

II |: ::::||: |:.:|:...|:| |:: || • • 

311 VPKPV ADYIPLWVYGLITLIAILLVGSVIVLIICMTWRLSGAD 353 

32 0 KTSFS TTTLLPPIKVLWYPSEICFHHTICY.FTEF 3 54 

... : |.. |.| II ::||..: |.:| 

3 54 QEKHGDDSKINGILPVADLTPPPLRPRKVWIVYSADHPLYVEWLKFAQF 403 

355 LQNHCRSEVILEKWQKKKIAEMGPVQWLATQKK. . . .AADKWFLLSNDV 400 

I . I .11 |: l-hl-: M- ...|:::| j.:- 

404 LITACGTEVALDLLEEQVISEVGVMTWVSRQKQEMVESNSKIIILCSRGT 453 

401 NSVCDGTCGKSEGSPSENSQDSSPC 425 

.. .:. |..|... .::...|. 
454 QAKWKAILGWAEPAVQLRCDHWKPA 478 
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IL17RLP Protein Analysis 
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